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Human Somatic Mutation AssaysAs
Biomarkers of Carcinogenesis
by R J. E. Compton,* Kim Hooper,t and Martyn T.
Smith*
lhispaperdescribesfourassaysthatdetectsomaticgenemu inhumans:thehypanthine-guin phosphoribosyl
transferase assay, theglycophorinAassay, theHLA-Aassay, andthesicklecellhemoglobinassay. Somaticgenemuta-
tioncanbeconsideredabionarkerofcarciogenesi,andassaysforsomaticmutationm yassistepidemiologists instudies
thatattempttoidentify factorsassociated withincreased risksofcancer.Practcal aspectsoftheuseoftheseassaysare
discussed.
Introduction
Cancerdevelopmentis amultistep processthatmaytake years
inhumans. Critical stepsinthe process appeartobetheproduc-
tionofstablechangesinthegeneticmaterial, calledmutations,
and subsequent cell proliferation that produces daughter cells
with mutated DNA.
Anumberofmutational events arethoughttobe necessary to
convert anormalcellinto amalignantcancercell. Forexample,
sequentialmutationalchangeshavebeenidentifiedintissuesof
thecolon that arerelatedtoclinical stages intheprogressionof
colon cancer (1). Thedevelopmentofsomatic mutation assays
asbiomarkers ofthecarcinogenic process may, therefore, help
epidemiologists linkcarcinogenic exposures to canceroutcome
in humans by looking at events early on inthe cancer process.
This paperprovides anoverview ofcurrenthumansomatic gene
mutation assays anddiscusses someofthepractical aspects in-
volvedintheirapplication toepidemiological studypopulations.
Relationship between Mutation
and Cancer
Thelinesofevidencethatlink somatic mutation with cancer
can bebroadly summarized as follows.
a) Cancersoften arise inproliferating tissues incontactwith
theenvironment, e.g., themouth, gut, skin, andlungs (2). In a
tissue inwhichthereisrapidcellproliferation, damagetoDNA
may notbecompletely repairedbeforecelldivision occurs. The
damage may then be passed on and made permanent in DNA
strands ofthedaughter cells.
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b) ManycarcinogensbindtoorcausemutationinDNA. For
example, benzo[a]pyrene DNA adducts have been detected in
cellsexposed tothecarcinogenbenzo[a]pyrene (3).
c)DNAfromtumorcellscan"tansform" normalcells. When
DNAfromtumorcellswastransferredtonormalcells, thenor-
malcellsbecametransformed, i.e., exhibitedcharacteristicsof
tumorcells (4).
d) Stable, nonrandom changes in the genetic material are
associated with certain cancers. For example, most cases of
chronicmyelogenousleukemiaexhibitacharacteristic "Phila-
delphia" chromosome, which is the product of a reciprocal
translocationbetweenchromosomes22 and9 (5).
e) A tumor probably arises from the clonal expansion ofa
single cell, based upon observations ofmonoclonal X-inacti-
vationpatterns intumors (6).
J) Certaingeneticconditions with ahigh riskofcancerhave
beenshowntohavedefectsinDNArepairprocesses, e.g.,ataxia
telangiectasia (7) andBloom syndrome (8).
Mutationcanhaveconsequencesotherthancancer. Mutation
cancausebirthdefectsormutationstransmittedinthegermline
(9), andithasbeenimplicatedinthecausationofdisease, e.g.,
atherosclerosis(JO). Also,agingmaybeduetotheaccumulation
ofmutations withtheyears (11). Biomarkers ofmutation may,
therefore, beusefulasindicatorsofeffectsotherthancancer. It
shouldberemembered, however,thatmutationalsomayhaveno
effect, sincemuchofDNAhas no known function (12).
Human Mutation Assays
Assaysthatmeasuregeneticdamageinhumanscanbedivid-
edintotwobroadcategories: assaysofchangeatthelevelofgross
chromosomal structure andassays ofchange atthelevel ofthe
gene. TheDNAinthenucleus ispackagedintochromosomes,
which are linear DNA molecules with secondary and tertiary
structure. GenesareshortpiecesofDNAthatcodeforRNAand
proteins, andageneisvery smallcomparedtoachromosome:
genesmakeupapproximately 3+% ofachromosome, andmany
genes resideoneachchromosome (13).COMP7TONETAL.
Assays of change in chromosome structure include the
chromosomeaberrationassay, whichscoresthenumberofab-
normal, broken, or missing chromosomes in metaphase cells
(14); the SCE assay, which counts sister chromatid exchanges
(exchanges of identical pieces of chromosomes in duplicated
sisterchromatidsduringcellreplication) inmetaphasecells(15);
and the micronucleus assay, which measures the fiequency of
micronucleus formation (chromosomes or fragments of
chromosomes lost to thecytoplasm during cell division) (16).
These assays are usually performed in whitebloodcells (lym-
phocytes). Suchassaysmayreflectdamageaswellasmutation,
since notalloftheevents scored reflectaheritablechangethat
is transmitted from a cell to a daughter cell, the definition of
mutation. Thisarticlefocusesonhumansomaticmutationassays
atthelevelofthegene.
There arepractical constraints to measuring genemutations
inhumans. First, theapproachmustuseanaccessibletissue. Se-
cond,themethodmustbeabletoidentifymutantcellsand, since
mutationisarareevent,tofindandenumeratethesecellsagainst
ahighbackground numberofnormalcells.
Only a small number ofhuman mutation assays have been
developed to date because assays on people must use normal
humangeneticmaterial. Thisisincontrasttothelargenumber
ofassays thathavebeendevelopedinnonhumanspecies, where
theapplicationoftechniquesofgeneticengineenngorselection
canbeused tomakedetectionofmutantsrelatively simple. All
ofthecurrenthumanmutationassaysusebloodcells, andalluse
achangeinorabsenceofanormallyfunctioningproteintodetect
mutations inthe gene coding fortheprotein.
In using theseassays asbiomarkers ofthecarcinogenic pro-
cess, itispreferabletomeasurechangesingenesknowntobeim-
portantincancer. Manygeneshavebeenidentifiedtodate,both
oncogenes (onco- fortumorormass)whichhavebeenshownto
beactivatedbyspecificmutationincertaincancers, andantion-
cogenesortumor-suppressorgenes, whichhavebeenshownto
be deactivated by mutation (17). Even in the cases where it is
possible to detect a change in these "cancer" genes, however,
there is currently no method for identifying the mutant cells
against the background ofnormal cells. Identifying cells with
mutations in cancer genes using presenttechnology would re-
quirescreeningthousandsormillionsofcoloniesgrownfromin-
dividual cells, and this is not practical. Current human gene
mutation assays instead screen formutationsthatcanbeeasily
identified and selected forby achange or absenceofanormal
proteinproducedbyspecificgenes. Themutationfiequency(and
type)producedinthesegenesisthenusedasasurrogateforthe
amountandtypesofmutationspotentiallyfoundincancergenes.
TheHPRT Assay
Thehypoxanthine-guaninephosphoribosyl transferase(HRPT)
assay was the first human somatic gene mutation assay to be
developed(18-20). Thisassayidentifiesandselects(findsagainst
thebackgroundofnormalcells)mutantcellsinonestepbytak-
ingadvantageofthebiochemicalpathwaysbywhichacell syn-
thesizes DNA.
Incells, DNAissynthesizedintwoways, eitherfromnucleo-
tidebases(adenine, dymine,guanine, andcytosine, whichmake
upthegeneticcode)madedenovo, orfrombasesrecycledfrom
degraded DNA by the so-called "salvage" pathways. HPRT is
oneoftheenzymesthatrecyclesnucleotidebases. Whiteblood
cellsthathavemutationsatthehprtgenethatleadtoanonfunc-
tioning HRPTproteincanbedetectedby addingatoxicanalog
(6-thioguanine[6I(])ofthenucleotidebasestothecells. Nor-
mal white blood cells incorporate the toxic analog into newly
synthesized DNA, leadingtocelldeath (Fig. La). Mutantcells
thathaveanonfunctioningHPRTenzymedonotincorporatethe
toxicanalogandsurvive(Fig. Ib). FortheHPRTmutationassay,
white blood cells isolated from a human blood sample are
culturedinvitrowiththe6TG, andthenumberofsurvivingmu-
tantcellsisdeterminedafteraperiodofcellgrowth(1-3weeks)
bycountingthenumberofcellcolonies. Countingisaccomplish-
ed either by an autoradiographic method or a cell cloning
technique.
Mutantscanbedetectedinthisassaybecauseonlyonefunc-
tionalcopyofthehprtgeneispresentpercell. Iftwocopiesof
the gene were present, the loss ofone copy would be hard to
detect, as the other copy would probably supply the missing
function. Onlyonecopyofthehprtgeneispresentbecauseitis
located on the X chromosome, and there is only one active X
chromosomepercell. Humanshave22pairsofautosomal (i.e.,
nonsex) chromosomes and one pair of sex chromosomes:
femaleshavetwoXchromosomesandmaleshaveoneXandone
Ychromosome. Femalesrandomly inactivateoneofthetwoX
chromosomes ineachcellduringdevelopment sothatfemales
willhavethesameamountofgeneproductfromgenesresiding
ontheX chromosome asdomales.
Because only one chromosome carries the functional hprt
gene,theHPRTassayprobablydoesnotdetectmutationsrequir-
ing interaction between both chromosomes ofa pair. Recent
evidence from cancer biology indicates that chromosome-
chromosome interactions could be an important subclass of
mutations incancer(17).
Chromosomal-Chromosomal Mutational
Mechanisms inCancer
Studiesofgeneticchange foundinseveralcancerssuggestthat
chromosome-chromosome mutational mechanisms are ofim-
portanceincancer. Thefirstclearevidencecamefrom studies
ofthediseaseretinoblastoma, achildhoodcanceroftheeye. A
prerequisite forformationofthetumorappears tobethatboth
copiesofagene(calledrbforretinoblastoma, onecopyoneach
chromosome 13) have been altered and have lostthe ability to
produce a protein that suppresses cancer. The rb gene is a
member ofthe class ofrecently discovered tumor-suppressor
genes. Thechildren withthehereditary (from aparent or ade
novogermlinemutation)formofretinoblastomahaveonecon-
stitutivedefectivecopyofthisgene, andtumorsapparentlyarise
from the loss of the remaining functional copy of rb during
development (21,22).
Inordertodeterminethemolecularmechanismsbywhichthe
functionalcopyofrbwaslost,thetumorDNAwasanalyzedby
newmoleculartechniques. Itwasfoundthattwogeneralclasses
ofmutationaleventsledtothelossofthefunctionalrbgene,call-
edheregene-loss/inactivating andgene-duplicating mutations
(Fig. 2) "Gene-loss/inactivating" mutationsrefertochangesto
thefunctionalrbgenethateliminategenefunction, suchasdele-
tionofpartorallofthegene, orpointmutationsthatchangethe
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FIGURE 1. The HPRT mutation assay selects mutants from T-lymphocytes by exploiting abiochemical pathway ofDNA synthesis. DNA is made from new or
recycled nucleotidebases. HPRTisoneoftheenzymes inthesalvage, orrecycling, pathway. In nonmutantcellswith functional HPRTenzyme, atoxicanalog
ofnucleotidebases (6-thioguanine) isincorporated intoDNA,leadingtocelldeath. Inmutantcellsthatlackafunctional HPRTenzyme, thetoxicanalog is not
incorporated, and the cells survive.
basesequenceofDNA. Mutationsofthistypearedetectedbythe
HPRTassaysincetheyrequirethatonlyonecopyofthegenebe
present. "Gene-duplicating" mutations arethose inwhich the
inherited dysfunctional copy ofthe gene ontheotherchromo-
some "replaces" thegoodcopyofthegene. Mitoticrecombina-
tionorreduplicationofthechromosomecarryingthedysfunc-
tionalgenearegene-duplicatingmechanisms, andtheyhavebeen
demonstratedinmanyoftherbcases(23). Suchgene-duplicating
events obviously require that both chromosomes of a pair be
present.
Two recently developed human mutation assays, the gly-
cophorinAassay(GPA)andtheHLA-Aassays, areabletodetect
chromosome-chromosome interactions because the genes
studiedarelocatedonautosomal (nonsex)chromosomes. (This
means there are two copies of each gene, one on each ofthe
paired chromosomes.) Both methods assay for the loss of a
surface protein on cells heterozygous for the genemaking the
protein. Thecells mustbeheterozygous because amutation at
oneallele (formofthegene) in aheterozygous cell will leadto
completelossofthatformofthenormalproteinproductfromthe
cell. Inahomozygousindividual, amutationinoneallelewould
probablynotaffecttheproteinproducedbytheotherallele. Since
mutant cells are detectedby the loss oftheprotein, thesecells
would notbedetected asmutants.
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FiGuRA 2. Mutationalmechani generating lossoftumor-suppressorgenes
inretinoblastoma. Retinoblastomaapparentlyarisesduetolossofboth func-
tionalcopiesoftherbgeneonchromosome 13. AnalysisoftumorDNAin-
dicates that two general types ofmutational mechanisms, gene loss/inac-
tivatingandgeneduplicatng, leadtolossoftheremainingfuncionalrbgene
inchildren with aconstitutive defective rbgene.
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GPAAssay
TheGPA assay measures cells thathavelostoneformofthe
GPA protein present on the surfaceofredblood cells (23,24).
The gene has two alleles called M and N and is located on
chromosome 4, so a heterozygous individual will have one
chromosome4withanMalleleoftheGPAgeneandonewithan
NalleleoftheGPAgene(Fig. 3). Normalredbloodcellsfrom
thisindividualwillhavebothMandNglycoproteins ontheircell
surface. About50% ofthepopulationis MNheterozygous, i.e.,
ofMNbloodtype.
FortheGPAmutationassay, redbloodcellsfromapersonwith
bloodtypeMNarereactedwithanti-glycoproteinantibodiesthat
can discriminate between the M and N forms ofglycoprotein.
Thebloodcellsarefirstfixed(surfaceproteinsarecross-linked)
tostabilizethecellsandpreventagglutinationwhenreactedwith
antibodies. The antibodies are labeled with fluorescent mole-
cules-anti-Nwithgreenandanti-Mwith red. Thus, anormal
redbloodcellfromapersonheterozygousfortheMNallelewill
fluoresceredandgreen. Bloodcellsthathavesuffered amuta-
tionintheGPAMgenethatpreventsproperexpressionofGPA
M on the cell surface will fail to bind antibody to M and will
fluoresce green only (Fig. 3). The antibody-bound cells are
analyzedbyaflowcytometer, whichmeasuresfluorescencefrom
allcells andcounts the numberofgreen-only mutantcells.
Twoclassesofvariantredbloodcellscanbedetected,Noand
_ MN
GPA N
NN. N45cellshavethenormalamountofN-GPAonthecell sur-
faceandnodetectableanti-Mantibodybindingandpresumably
arisefromgene-loss/inactivating mutations. NNcellshavetwice
thenormal amountofNonthecell surfaceand noM-binding,
andpresumablyarisefromgene-duplicatingmutations (Fig. 3).
Finding mutant cells by screening all cells (as opposed to the
HPRTassaywhereallnormalcellsareeliminated)ismadepossi-
blebecauseflowcytometers cananalyzecellsveryrapidly. Inthe
GPAassay, fluorescence fromeachoffivemillioncells canbe
measuredin20minandthemutantcells enumerated.
The GPA assay has theadvantage that it can detectchromo-
some-chromosomeinteractions suchasmitoticrecombination.
It is limited in thatthe redblood cell lacks a nucleus, and this
precludes any investigation of mutational mechanisms at the
molecularlevel. Inaddition, itcannotbeproventhatvariantcells
aremutantcells, althoughevidence suggeststhatthisisthecase
(24).
HLA-AAssay
The recently developed HLA-A assay (25) is performed on
whitebloodcells, whichcontainDNA, andthereforetheassay
can be used to provide detailed information on mutational
mechanism. HLA-Aisasurfaceproteinfoundonmostnucleated
cellsinthebodyandisinvolvedintheimmuneresponseandself
versus nonself discrimination (26). The HLA-A gene is on
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* Nformo CPA G GREEN * and.N Ab*FM
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M
MUTANT
GPA N ; GPA 0
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FIGURE 3. TheGPA assay requiresblood samples from personsheterozygous forglycophorinA, acell surfiaceprotein onredbloodcells. In a normal redblood
precursortell fromaGPAheterozygote, onechromosomeofthechromosome4paircarries the MformofGPAand onetheNform(left). Mutantcells mayarise
fromgene-loss/inactivating mutations(calledNO)andgene-duplicating mutations(calledNN)(left). Therightportionofthefigureshows anormalheterozygous
redbloodcellwithbothMandNbloodgroupproteinsonthecellsurface, andmutantcellswithnormal(NO)ortwicenormal (NN)amountsofNGPA,butwhich
lacknormal MGPA. Normalandmutantcells arereactedwithanti-GPAMandanti-GPANantibodieslabeledwithfluorescentmolecules, anti-Mwithredand
anti-N with green. Fluorescenceofeachcell is measured by flowcytometry, andthenumberofgreen-only muta, bothN andNN, isdetemined foreachsamwle.
_*"~ NN
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chromosome6andisoneofthemostpolymorphiclociknown,
whichmeansthatmostpeopleareheterozygous fortheHLA-A
protein, i.e., have more thanone formontheircells.
The HLA-A human somatic mutation assay is similar to the
GPAassay inthatmutantsaredetectedby lackofantibodybin-
dingtoacellsurfaceprotein. Inordertodetectmutants,however,
normal cells are eliminated as in the HPRT assay, rather than
counted as inthe GPA assay.
To determine HLA-A mutant frequencies for an individual,
whitebloodcellsareisolatedfromabloodsampleandtypedwith
HLA-A antibodies. The assay currently works on individuals
heterozygous forA2orA3 forms (alleles)ofHLA-A. Morethan
60% ofanaveragepopulationisheterozygousforoneortheother
ofthese alleles. Blood from an A2Ax or A3Ax blood type in-
dividual (x = other allele) is incubated with the A2 or A3 an-
tibody, andthecellsaretreatedwithcomplement. Complement
isacomplexofserumproteins thatispartofthebody's natural
immunedefensesandactstokillantibody-coveredcells. Thead-
dition of complement, therefore, kills the normal A2 or A3
antibody-covered cells, andmutantcellswithalteredormissing
HLA-Aproteinfailtobindtheantibodyandsurvive(Fig. 4). The
cells are plated, and the surviving cells are grown into clones,
whicharecountedtoobtainamutantfrequencyaftercorrecting
forgrowthonnonselectedplates. Theclonescanthenbeanalyz-
edtocharacterizethenatureofthemutationinthecell. Inasam-
pleofnormalindividuals, mitoticrecombinationwasresponsi-
ble for anaverage ofone-third ofthemutations observed (27).
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FIGURE 4. The HLA-A assay requires blood samples from subjects hetero-
zygousattheHLA-Agene,agenewithmanyalleles. Inthecurrentassay, sub-
jectsmustbeheterozygousforA2orA3, i.e., A2AxorA3Ax, whereAx =
otherHLA-Aallele. Theassay measures mutantT-lymphocytes that lack a
normal A2 or A3 protein due to mutation at the HLA-A gene. To identify
mutants, T-lymphocytes arereacted withanti-HLA-A-A2 or -A3 antibody.
Normalcellsbindantibodyandarekilledbytheadditionofcomplement(C'),
whichtargetsantibody-bound cells. Mutantcellsdo notbindantibody and
survive. The assay detects gene-loss/inactivating mutants and gene-dupli-
cating mutants, shownatthe lowerleft.
Hb-S andOtherAssays
Afourthhumansomaticmutationassay, Hb-S, detectsthepro-
duction of a mutant form of hemoglobin (Hb-S) caused by a
specificpointmutationinoneoftheHbgenes (28-30). Hb-Sis
thehemoglobinresponsibleforsicklecellanemia. Fluorescently
labeled antibodies for the mutated Hb are added to blood
preparations fixed on a slide. The slide is then scanned by
microscopy (automatedimageanalysis)todetectanti-Hb-San-
tibodybinding (28). Thisassaydetectsonlyonespecific muta-
tion, achangeofthebaseadeninetothymine. Theassaytherefore
does notdetectawide rangeofmutational mechanisms and so
hasamuchlowermutantfrequencythanisobservedineitherthe
HPRT, GPA, orHLA-Aassays. However, modifications arebe-
ing introduced that will increase the number of mutations
detected (28).
Other assays that are currently under development look at
changes intheDNAdirectlyratherthanusingacellularprotein
selectionprocess (31). Suchassaysholdpromiseforthefuture
becausetheycouldbeperformedonmanymoretissuetypes, as
theydonotrequirecellgrowthanddonotrequirethegenepro-
ducttobeexpressed. Thiscouldallowthedetectionofmutations
intissues thought tobedirectly targetedby acertainexposure.
Currentsomatic mutationassaysareallperformedononetissue,
theblood, andthereareuncertainties inherent inextrapolating
from mutations in a nontarget tissue to mutations in a target
tissue. DNAassays alsohavethepotential tobeusedonstored
samples. Inaddition, thebiasinherentinthephenotypeselection
approach (whichdetectsonlymutationsthatproduceanaltered
protein) wouldbeeliminated, sincetheseassayswouldbeable
todetectmutationseveniftheydidnotleadtoanalteredprotein.
Practical Considerations in Using
These Assays in Epidemiological
Studies
Two biologic characteristics ofcells used in any assay, their
lifespanandlocationinthebody,affectthesensitivityoftheassay
tothemutageniceffectsofaspecificexposure. TheHLA-Aand
HPRTassaysusewhitebloodcells, specificallyT-lymphocytes,
whichhavealifetimeofseveralyears(usuallyestimatedas 1-4+
years) and so can accumulate HLA-A mutations overthis time
period. TheGPAandHb-Sassaysdetectredbloodcellmutants
whosemutageniceventsoccurredinprogenitorcellsinthebone
marrow, eitherinthedifferentiatingcellsorinthestemcellsthat
giverisetoallbloodcells. Formutageniceventsoccurringinthe
differentiatingcellpool, aredbloodcellassaycandetecteffects
ofexposuresoccurringnomorethanto4to5monthsprevious-
ly,asthelifespanofthemameerythrocyteis 120days. Stemcells
arelong-lived, andstemcellmutantswillpersistforthelifetime
ofanindividual, asdemonstrated by thehigh GPA mutant fre-
quenciesremaininginatomicbombsurvivors > 40yearsafter
radiation exposure (32).
Locationofthecellsinthebodyalsoaffectsassaysensitivity.
TheGPAandHbassaysmeasuremutationsinthebonemarrow
compartnentonly, andmutagensmustpenetratetothiscompart-
ment to be detected. The HLA-A and HPRT assays record
mutants inT-cells inthecirculatingblood, sotheseassaysmay
be sensitivetoawidervariety ofmutagens.
Practicalmattersofassayprotocolmaylimitsensitivity. White
bloodcell(T-lymphocyte) assaysrequire 10to20mLofblood,
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andthecellsstdertestmustbeisolatedfromfreshlydrawn, sterile
blood. Theseassaysrequirecellgrowth, andlOto20dayselapse
beforeamutantfrequencycanbeobtained. Incontrast,theGPA
assayisrapid(2days)andrequires < 1mLofblood,whichdoes
nothave to be sterileandcan be analyzed for up to 2 weeks if
refrigerated.IntheHb-Sassay, slidescanbestoredat-20Cfor
atleast5months(28).TheGPAandHLA-Aassayscanbeapplied
onlytopersonsofcertainbloodtypes, whereastheHPRTandHb-
Sassayscanbeusedonallsubjects, whichmaybeanissueifthe
sizeofastudypopulationsislimited.
TheHPRTassayhasbeenthemostwidelyappliedtodate, and
intrmationhasbeendevelopedonageasariskfactorinasam-
plepopulation, onradiationandchemotherapy-exposedpatients,
on smokers versus nonsmokers, and on persons with cancer-
pronesyndromes(17-19,33-56).TheGPAassayhasbeenapplied
to radiation and chemotherapy-exposed individuals, persons
with occupational exposures to styrene, persons with cancer-
prone syndromes, and a limited general population
(23,24,32,57-63). The HLA-A assay has been applied to the
study of the effects of age and to chemotherapy-exposed in-
dividuals (25,27,64,65). The Hb-S assay hasbeenappliedto a
small number ofsubjects with different mutagenic exposures
(28) and withcancer-prone syndromes.
Further studies arerequired to supply epidemiologists with
moreinformation onthefollowing subjects. a) Majorriskfac-
torsfortheseassays, whichcanbeconfoundersinastudy, need
tobedetermined. Agehasbeenidentifiedasariskfactorinthe
GPAandHLA-Aassays, andbothageandsmokingareriskfac-
tors intheHPRT assay. b) The rangeofvalues fortheseassays
among individuals in the general population (interindividual
variability) needs to becharacterized, as does thevariation in
assay values for given individuals over time (intra-individual
variation). Someofthis information is available forthe HPRT
assay (40). Subpopulations with extremely high or low assay
values couldhelptoidentify importantriskfactors. c)Therela-
tionbetweentherateandtpesofsomaticmutationmeasuredin
theseandfutureassays needstobedeterminedrelativetoprior
mutagenicexposuresandrelativetoprospectiveriskofclinical
disease. Issues such as the relation between mutations in the
tissuemeasuredandmutations intargettissuesandthevalidity
ofusingnoncancergenesassurrogatesforcancergenesneedto
beexaminedin suchstudies.
If further information can be collected, current and future
assaysofsomaticmutationinhumansshowpromiseforarange
ofepidemiological studies: investigatingcancerclusters; iden-
tifying occupational cohorts at risk; providing dose-response
dataforriskassessment; monitoringpotentiallyharmfuleffects
ofclinicaltatments(e.g.,chemotherapy);and,tiroughtheuse
ofinterventionstudies, identfyingexposuresthataremutgenic,
andpossiblycarcinogenic, tohumans.
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